Introduction

67
The composition of the complex microbial flora inhabiting the human body has 
91
Defining the normal microbiota of URT is the first step to understand health 92 and disease development. Until recently, knowledge of the nasal bacteria was limited to 113 culture-dependent assays, and it is estimated that less than 1% of bacterial 114 species can be cultivated (Guclu et al., 2007; Smith-Vaughan et al., 2006 Broad-range PCR primers that anneal to highly conserved regions flanking the 121 variable regions of the gene allow amplification from the majority of known 122 bacteria, which has led to the identification of microbial diversity and has 123 provided compelling evidence for the existence of hitherto unknown bacteria.
124
As a result of increasing challenge in modern farm associated with respiratory 125 disease, we tend to understand bacterial microbiota nasal cavity of modern 126 farming sow and its piglets, evaluate their relationship with potential disease 127 development. Summary the previous data of porcine upper respiratory tract as 128 well as our data, we provide a preliminary picture of the community structure of 129 the nasal bacteria ecosystem and discuss the potential pathogens, and their 130 impact on public health and food safety. 
Material and Methods
133
Sample Preparation
134
A healthy family, sow (about 3 years old) and its piglets (twice week after birth), were stored at -80°C until further processing.
143
DNA extraction and purification
144
All biological specimens were first incubated in a preparation of enzymatic lysis 145 buffer (20 mM Tris at pH 8.0, 2 mM EDTA, 1.2% Triton X-100) and lysozyme
146
(20 mg/mL) for 30 min at 37°C, and samples were incubated overnight at 56°C 147 in Buffer AL and Proteinase K from the DNeasy DNA Extraction Kit (Qiagen).
148
The standard protocol for the genomic DNA isolation was followed for steps 
Broad-spectrum amplification
152
A portion of the bacterial 16S rRNA gene was amplified using forward primer OTUs, which constitute of a total 51.4% (As showed in Fig 2b) There were various swine specific pathogens found in swine nasal microbiome.
366
Organisms from Pasteurellaceae family were common agents found in porcine
367
UTRs (Moller and Kilian, 1990) . Haemophilus parasuis was the most common 368 nasal carriage in pigs, which was found throughout the world and organisms
369
were present even in high health herds (Olvera et al., 2007 to understanding the health and disease. Porcine microbiome will not only aid 415 the above knowledge, but also help to understand swine zoonosis. Clinical microbiology reviews 9, 148-165. calculates Shannon-Wiener diversity index; The index is one of several diversity indices used to measure diversity in categorical data. It is simply the Information entropy of the distribution, treating species as symbols
and their relative population sizes as the probability; f The estimation of diversity coverage was calculated by Good's method, according to which the percentage of coverage was calculated with the formula (%) = [1-(n/N)] x 100, where n is the number of phylotypes represented by one clone only and N is the total number of sequences.
